This report describes the whole-genome sequence of a microcystindegrading bacterium, Novosphingobium sp. strain MD-1, isolated from a lake in Japan. The Novosphingobium sp. strain MD-1 genome had a total length of 4,617,766 bp. Moreover, strain MD-1 showed a conserved microcystin-degrading gene cluster (mlrA to mlrF), similar to Sphingopyxis sp. strain C-1.
ogy to genes with known functions; the remaining 1,118 CDSs encoded hypothetical proteins with unknown functions.
Okano et al. reported that microcystin is degraded by six enzymes in Sphingopyxis sp. strain C-1, namely, MlrA, MlrB, MlrC, MlrD, MlrE, and MlrF (13) . The mlrF, mlrE, mlrB, mlrD, mlrA, and mlrC genes of Novosphingobium sp. strain MD-1 were designated with locus tags NMD1_03009 to NMD1_03013, respectively (positions 426855 to 435216), in the genome (GenBank accession number BBXA01000030). MlrA, MlrB, MlrC, MlrD, MlrE, and MlrF had 93.3, 95.7, 93.7, 95.3, 96.8, and 90.7% identities, respectively, to those of Sphingopyxis sp. strain C-1 on an amino acid basis, using the Align Sequences Protein BLAST. Therefore, it was suggested that the six genes participated in microcystin degradation independent of the suitable pH for growth.
Data availability. This whole-genome shotgun project was deposited in DDBJ/ EMBL/GenBank under accession number BBXA00000000. Raw HiSeq data were deposited in the DDBJ Sequence Read Archive under accession number DRA009321.
